Introduction
Respiratory infections occur at a higher frequency in early life than in adulthood [1] , with children experiencing approximately five to six infections per year [2, 3] . Influenza activity in Germany has a strong and clear seasonality, with peak epidemic periods occurring during the winter [4] .The pandemic novel swine-origin influenza type A virus A(H1N1)pdm09 has disseminated globally after initially being identified in Mexico and the USA in April 2009. This virus appeared in Germany at the end of April 2009 and continued to spread throughout the summer, with a first wave of influenza emerging around July and August 2009, although at low activity. These cases were predominantly infections introduced by travelers returning from countries with a notable prevalence of influenza A(H1N1)pdm09 infections. A few weeks later an increase in the number of indigenous cases was also observed in Germany [5] . At the end of 2009, around week 40, a second increase in epidemic influenza A(H1N1)pdm09 virus activity was noted which reached its peak in week 47, as described previously [6] . This activity of the influenza A(H1N1)pdm09 virus occurred more than 3 months earlier than that normally observed for the seasonal influenza epidemics during past years that typically start around December/January. Altogether, from April 2009 to April 2010, 226,140 confirmed influenza A(H1N1)pdm09 cases were reported to the Robert-KochInstitute, of which 253 were fatal. Peak activity occurred in November 2009 [6, 7] , and by December 2009 the number of new infections had distinctly decreased, possibly due to the vaccination of risk groups with the pandemic vaccine. A second, possibly contributing factor to this decrease in infections may have been the growing awareness of the general population and, accordingly, a more pronounced adherence to personal hygiene, leading to containment of future infections [6] .
Despite several reports on the influenza A(H1N1)pdm09 worldwide pandemic, the question of a possible epidemiological shift in the occurrence of competing pathogens has not been addressed. This question can be examined by applying a feasible, sensitive, and specific method for the detection of a broad spectrum of organisms suitable for diagnosing individual cases and epidemiological studies.
In comparison to other influenza infections, the severity and virulence of infections caused by the influenza A(H1N1)pdm09 virus were less prominent, and the majority of cases, including severe cases, were reported in individuals in the age range of 5-24 years [6] .
The purpose of this study was to investigate the prevalence and epidemiology of 19 respiratory viruses in infants and children hospitalized for lower respiratory tract infections and to recognize the impact influenza A(H1N1)pdm09 epidemic on the occurrence of other viral pathogens during the winter seasons 2009/2010 and 2010/2011. These were the first seasons with an influenza A(H1N1)pdm09 epidemic since its initial appearance in April 2009 in Germany.
Methods
The multiplex reverse transcription PCR established in our laboratory combined with a microwell hybridization assay (m-RT-PCR-ELISA) is capable of detecting 19 different microorganisms in a single test [8] . This method enables the majority of non-colonizing organisms of the upper respiratory tract to be detected in only one m-RT-PCR procedure. For 14 years, within the research network Pediatric Infectious Diseases Network on Acute Respiratory Tract Infections (PID-ARI.net), our group has been following continuously the epidemiology of non-colonizing bacteria and viruses that cause acute respiratory tract infections in children. This long-term study has enabled us to predict the beginning and activity of respiratory tract epidemics commonly appearing in Germany [9] [10] [11] .
In order to account to meet the demand for influenza virus analysis during the 2009 epidemic of influenza type A(H1N1)pdm09 virus, we replaced reovirus (Reo) with H1N1 in the assay. Thus, the spectrum of detected microorganisms in this method included: enterovirus (EV), influenza virus type A (IVA) and type B (IVB), respiratory syncytial virus (RSV), parainfluenzavirus types1 (PIV1), 2 (PIV2), 3 (PIV3), and 4 (PIV4), adenovirus (AV), Mycoplasma pneumoniae (Mpn), Chlamydophila pneumoniae (Cpn), rhinovirus (RV), human metapneumovirus (MPV), coronavirus OC43 and 229E (CV), new influenza A(H1N1)pdm09, Bordetella pertussis (Bp) and Bordetella parapertussis (Bpp) and Legionella pneumophila (Lpn). These pathogens do not usually colonize the respiratory tract of humans, but, if present, they are often involved in respiratory disease. Not included was human Bocavirus, a pathogen that has been associated with acute respiratory disease [12] .
The specimens for analysis were nasopharyngeal aspirates in NaCl (0.9 %) collected from children admitted to the Department of Pediatrics at the University in Mainz, Wiesbaden and Kiel, Germany, with acute communityacquired lower respiratory tract infections. The specimens were collected following hospitalization, brought directly to the laboratory, and processed immediately (during working hours) or stored at 4°C (after working hours) until they were processed the next working day. Specimens were split under a laminar airflow. One aliquot of each sample was treated for nucleic acid extraction, and the second was stored at -80°C. A 200-ll sample of respiratory specimens was subjected to nucleic acid extraction with the High Pure Viral Nucleic Acid kit (Roche Diagnostics, Mannheim, Germany) and eluted into 50 ll of the supplied elution buffer. The eluted DNA was then analyzed using our m-RT-PCR-ELISA system, as described previously [8, 13, 14] . 
Prediction versus outcome
Based on reports collected by the PID-ARI.net covering the last 9 years it has been possible to estimate the beginning and activity of respiratory tract epidemics for selected pathogens in Germany [8] . This information has enabled us to predict that the RSV season typically starts in consecutive years (like 2004/2005) quite early and with high activity, whereas the hMPV shows a pronounced and early epidemic in odd years. The yearly seasonal influenza epidemic typically appears around the turn of the year.
RSV
According to this prediction we expected a late start of the RSV epidemic for the season 2009/2010. As expected, the first RSV-positive samples were detected at the end of December 2009. This slightly later detection of RSV may have been due to an impact of the influenza A(H1N1)pdm09 virus, but the displacement was not distinct (Figs. 1, 2) . For the following influenza season of 2010/2011 we expected an early RSV epidemic. This was indeed the case, with an RSV epidemic starting in week 40/2010 and enhancing in activity over the following weeks and months with a strong peak in week 1/2011 (Fig. 2) .
hMPV
In the season 2009/2010, the hMPV epidemic was expected to start early (September/October 2009) and to be vigorous. However, it started with a delay of several weeks, although the intensity did correspond to our expectations (Figs. 1, 3) . A possible explanation for the delay might be that the hMPV and influenza A(H1N1)pdm09 virus were competing for the human host and that the influenza A(H1N1)pdm09 virus was disseminating faster in the population, thereby causing a greater number of infections and thus suppressing the hMPV epidemic for several weeks. In addition, a more pronounced compliance by the general population with personal hygiene measures may have played a role in the containment of hMPV but not in the containment of the more rapidly propagating influenza A(H1N1)pdm09 virus. However, the fact that the endemic rhinoviruses were not suppressed by the influenza A(H1N1)pdm09 virus favors the hypothesis of the hMPV and influenza A(H1N1)pdm09 virus having a more specific impact.
Influenza A and B
An epidemic of yearly seasonal influenza (A or B) was expected to start in January 2010, similar to almost every other year. However, only sporadic cases were observed, and no epidemic occurred in the season 2009/2010 (Fig. 3) . This is in agreement with the data of the influenza sentinel system at the Robert-Koch-Institute, Germany [7] . To which extent a complete suppression by influenza A(H1N1)pdm09 virus had taken place or whether a crossimmunity had built up in the general population which might have been effective against seasonal influenza can only be determined by complex and extensive serological tests which are not feasible. In parallel, the same phenomenon was observed during the season of 2010/2011, when no seasonal influenza A was detected. An influenza B epidemic was detected from January 2011 to March 2011 (Fig. 3) . . In particular, we detected co-infections with the influenza A(H1N1)pdm09 virus and enteroviruses or rhinoviruses. This might be due to the fact that the influenza A(H1N1)pdm09 epidemic occurred during the autumn, when the incidence of picornaviruses is at its highest.
Discussion
Since its emergence in April 2009, the pandemic A(H1N1)pdm09 virus has disseminated all over the world. Available data on the innate immune system response to hMPV infections suggest that differences may exist between hMPV and RSV and that hMPV may induce a distinct host response, possibly characterized by potent innate responses to infection [16] .
In response to viral infections, plasmacytoid dendritic cells secrete interferon alpha which renders cells refractory to viral infection. Thus, a refractory period develops during influenza infection which protects the cells of the respiratory tract from becoming infected by other respiratory viruses [17] . Respiratory viruses do not bind to the same receptors in the cells of the respiratory system, i.e., human rhinoviruses bind the human intercellular adhesion molecule-I (ICAM-I), whereas influenza viruses bind sialic acid alpha 2-6 [18, 19] . The duration of the refractory period has still to be determined but may persist during virus shedding, i.e., for some weeks [20] . These observations are important because viral interference has an impact on the prediction models for influenza virus dissemination. Such models are an outstanding feature of the rational adoption of resolutions in disease control.
According to the WHO the pandemic influenza A(H1N1)pdm09 virus is expected to take on the behavior of a seasonal influenza virus and continue to circulate [21] . This was the case, based on our observations, during the 2010/2011 season where seasonal influenza A was completely replaced by influenza A(H1N1)pdm09. This finding corresponds to reports from other European countries [22] .
In general, pandemic H1N1 incidence should decrease in the longer term because of herd immunity from recent pandemic H1N1 infections, vaccination, and pre-existing cross-protective antibodies in older individuals [23] . In the short term, however, the real situation is different. In the UK, for example, influenza A(H1N1)pdm09 caused more hospital admissions, more critical care admissions, and more deaths in its second year of circulation than in the pandemic year itself due to a variety of reasons, such as a low level of public interest and a lower usage of antiviral drugs [24] . In Spain, significant epidemiological changes and an increased severity of influenza A(H1N1)pdm09 pneumonia were found in the first post-pandemic influenza season [25] . Although the situation in Spain appears to be an exception in comparison to other countries, it helps researchers understand the level of influence the response of local governments has on the spread of a viral infection.
Modeling and predicting the spread of pathogens are important factors when rational decisions are to be made on how to handle epidemics and pandemics. Apart from immunity in the population, factors such as climate, social behavior and possibly co-infections, affect the spread of influenza viruses [26] . Further investigations aimed at elucidating other aspects of such multiple virus interactions, such as the impact of influenza A(H1N1)pdm09 infection on children aged \2 years of age, when there is a high risk of infection by RSV, are ongoing. Finally, pandemic influenza virus may limit the spread of seasonal influenza viruses, as has been reported in the southern hemisphere.
